Unt i 1 1 ed 

ESULT 1 
IVETK_NEI IVB 

I D IVETK_NEI M3 Revi ewed; 389 AA. 

AC G9JY09' 

DT 02- AUG 2002, i nt egr at ed i nt o Uni Pr ot KB/ Swi ss- Pr ot . 

DT 01 -OCT- 2000, sequence version 1. 

DT 04- NOV- 2008, entry version 50. 

DE RecNarre: Ful I =S- adenosyl rret hi oni ne synt net ase; 

DE EG=2. 5. 1.6; 

DE Alt Name: Ful I =Mat hi oni ne adenosyl t r ansf er ase; 

DE AltNarre: Ful I =Adolvet synthetase; 

DE AltNarre: Ful I =MM~; 

GN Narre=rret K; Or der edl_ocusNarres=NIVB1 799; 

OS Neisseria rreni ngi t i di s serogroup B. 

00 Bacteria; Pr ot eobact er i a; Bet apr ot eobact er i a; Nei sser i al es; 

CC Nei sser i aceae; Nei sser i a. 

OX NCBI_Taxl D=491; 

RN [1] 

RP NUCLECTI DE SEQUENCE [ LARGE SCALE GENCM C DNA] . 

RC STRAI N=IVC58 / Serogroup B; 

RX IVEDLI NE=201 75755; PubMad=1 071 0307; DO =1 0. 1 1 26/ sci ence. 287. 5459. 1 809; 

RA TettelinK, Saunder s N. J . , Hei del ber g J . F. , Jef f r i es A. C. , 

RA Nelson K. E. , Ei sen J. A, Ket chum K. A. , Hood D. W , Peden J. F. , 

RA Dodson R. J., Nelson W C. , Gwi nn ML., DeBoy R. T. , Peterson J. D. , 

RA Hi ckey E. K. , Haf t D. H. , Sal zber g S. L. , Wii t e O. , Fl ei schmann R. D. , 

RA Dougherty B. A. , Mason T. M , Ci ecko A. , Parksey D. S. , Blair E. , 

RA CittoneH. , Clark E. B. , Cotton M D. , Ut t er back T. R. , Khouri H. M , 

RA Q n H. , Varrat hevan J. J. , Qll J., Scar I at oV. , Masi gnani V., Pi zza M , 

RA Grandi G, Sun L. , Srri t h HQ, Fraser CM, Moxon E. R. , Rappuol i R. , 

RA Vent er J. C. ; 

RT " Corrpl et e genorre sequence of Nei sser i a rreni ngi t i di s ser ogr oup B st r ai n 

RT MC58. " ; 

RL Sci ence 287: 1809- 1815(2000) . 

CC -!- FUNCTION: Cat al yzes t he f or rret i on of S- adenosyl rret hi oni ne f r om 
CC rret hi oni ne and ATP. The overall synthetic reaction is corrposed of 

CC two sequential steps, AdoM3t for rret ion and the subsequent 

CC t r i pol yphosphat e hydrolysis which occurs prior to release of 

CC AdoMet from the enzyrre (By sim'larity). 

CC - ! - GATALYTI C ACTI VI TY: ATP + L- mat hi oni ne + H( 2) O = phosphat e + 
CC diphosphate + S- adenosyl - L- rret hi oni ne. 

CC - ! - CCFACTOR: Bi nds 2 di val ent i ons per subuni t . Magnesi urn or cobal t 
CC ( By si rri I ar i t y) . 

CC -!- CCFACTOR: Binds 1 pot assi urn i on per subuni t (By si rri I ar i t y) . 

CC -!- PATHW\Y: Am no- acid biosynthesis; S- adenosyl - L- rret hi oni ne 

CC biosynthesis; S- adenosyl - L- rret hi oni ne f r om L- met hi oni ne: step 1/1. 

CC -!- SUBUNI T: Horrotetrarrer ( By si rri I ar i t y) . 

CC - ! - SUBCELLULAR LOCATI ON: Cyt opl asm 

CC -!- SI M LARI TY: Bel ongs t o t he AdoMat synt het ase f am I y. 



CC Copyrighted by the UniProt Consortium see http://www.uniprot.org/terrrs 

CC Distributed under the Ceative ComrDns At t r i but i on- NoDer i vs License 

DR EM3L; AE002098; AAF42136. 1; -; Genorri c_DNA. 

DR PI R; D81042; D81042. 

DR RefSeq; NP_274796.1; -. 

DR HSSP; P04384; 1 MKB. 

DR Genel D; 903300; - . 

DR GenomBRevi ews; AE002098_GR; NM31799. 

DR KEGG; nrre:NM31799; -. 

DR NM D DR; f i g| 1 22586. 1 . peg. 1 730; -. 

DR TIGR; NM31799; -. 

DR HOGENCM Q9JY09; -. 

DR Bi oCyc; NMEN1 22586: NM3_1 799- M3N; -. 
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DR GO; GQ 0005737; C: cyt opl asm I EA: HAIVAP. 

DR GO; QD. 0005524; F: ATP bi ndi ng; I EA: HAIVAP. 

DR QD, QD. 0050897; F: cobal t i on bi ndi ng; I EA: Uni Pr ot KB- KW 

DR QD, QD. 0000287; F: magnesi urn i on bi ndi ng; I EA: HAIVAP. 

DR QD, QD. 0004478; F: rret hi oni ne adenosyl t r ansf er ase activity; I EA: HAIVAP . 

DR QD, QD. 0030955; F: pot assi um i on bi ndi ng; I EA: Uni Pr ot KB- KW 

DR QD, QD. 0006730; P: one- carbon corrpound metabolic process; I EA: HAIVAP. 

DR HAIVAP ; M=_00086; -; 1. 

DR Inter Pro; IPR002133; S- AdoMst _synt het ase. 

DR PANTHER; PTHR11964; S- AdoMst _synt ; 1. 

DR Pfam PF02773; S- AdoMst _synt _C; 1. 

DR Pfam PF02772; S- AdoM9t _synt JJ[ 1. 

DR Pfam PF00438; S- AdoM3t _synt _N; 1. 

DR PI RSF; PI RSF000497; MM"; 1. 

DR TIGRFAMs; TIGR01034; rret K; 1. 

DR PRC6ITE; PS00376; ADQVET_SYNTHETASE_1 ; 1. 

DR PRC6ITE; PS00377; ADQVET_SYNTHETASE_2 ; 1. 

PE 3: Inferred f r om horral ogy ; 

KW ATP- binding; Cobalt; Corrpl et e proteorre; Cytoplasm; Magnesium; 

KW Ivet al - bi ndi ng; Nucl eot i de- bi ndi ng; Cne- carbon metabolism Potassium 



FT 


CHAI N 


1 


389 


S- adenosyl met hi oni ne synt het 


FT 








/ FT I d=PRO 0000174560. 


FT 


NP BI ND 


264 


271 


ATP ( Pot ent i al ) . 


FT 


METAL 


17 


17 


Ivagnesi um ( By si nri I ar i t y) . 


FT 


METAL 


43 


43 


Pot assi um ( By si nri I ar i t y) . 


FT 


METAL 


268 


268 


Pot assi um ( By si nri I ar i t y) . 


FT 


METAL 


276 


276 


Ivagnesi um ( By si nri I ar i t y) . 


SQ 


SEQUENCE 


389 AA; 


42099 


M/Y 18F4E98E56084FA7 CRC64; 



Query IVbt ch 100.0% Score 2003; DB 1; Length 389; 

Best Local Si nri I ar i t y 100.0% Pred. No. 4. 7e-148; 

Matches 389; Conservative 0; M srrat ches 0; I ndel s 0; Gaps 0; 



Cy 1 IVBEYLFTSESVSEGHPDKVADQVSDAI LDAI LAQDPKARVAAETLVNTGLCVLAGEI TTT 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1 M3EYL FTSESVSEGHPDKVADQVSDAI LDAI LAQDPKARVAAETLVNTGLCVLAGEI TTT 60 

Cy 61 AQVDYI KVARETI KRI GYNSSELGFDANGCAVGVYYDGQ3PDI AGGVNEGEGI DLNGGAG 120 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I i I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 61 AQVDYI KVARETI KRI GYNSSELGFDANGCAVGVYYDQQ3PDI AGGVNEGEGI DLNGGAG 120 

Qy 121 DQGLIVFGYACDETPTLIvPFAl YYSHRLMTHISELRKDGRLPW_RPDAKAQLTVVYDSETG 180 

I. wwmwwwi ^^Lh^w^^m^ iso 

Qy 181 KVKRI DTWLSTQHDPSI AYEELKNAVI EHI I KPVL PSEL LTDETKYL I NPTGRFVI GGP 240 

isi \m wmm mm m \ \mmm mm \& ™ 

Qy 241 CGDCGLTGRKI I VDTYGGAAPHGGGAFSGKDPSKVDRSAAYACRYVAKNI VAAGLATCCQ 300 

Db 241 TCCQ 300 

Qy 301 I QVSYAI GVAEPTSI SI DTFGTGKI SEEKLI ALVREHFDLRPKGI VQVLDLLRPI YSKSA 360 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 301 I QVSYAI GVAEPTSI SI DTFGTGKI SEEKLI ALVREHFDLRPKGI VQVLDLLRPI YSKSA 360 

Qy 361 AYGHFGREEPEFTWfRTDKAAALRAAAGL 389 

Db 361 AYGHFGREEPEFtIaERTD 389 
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